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SEQUENCE LISTING 



GENERAL INFORMATION: 
APPLICANT: %± , ET AL. 



TITLE OF II 



[•ION: Human G-Protein Chemokine 
Receptor 



NUMBER OF SEQUENCES 
CORRESPONDENCE JfcDDRESS 



(A) ADDRESSEE: 



wlLLA, BYRNE, BAIN, GILFILLAN, 
CECCHI, STEWART & OLSTEIN 
(B) STREET: 6 BECKER FARM ROAD 
(■C) CITY: ROSE] 

(D) STATE: NEW JERSEY 

(E) COUNTRY: USA 

(F) ZIP : 07068 

COMPUTER READABLE nTQTTRTTE 

(A) MEDIUM TYPE: 3 .V5 INCH DISKETTE 

(B) COMPUTER: IBM PS/2 

(C) OPERATING SYSTEM A MS-DOS 

(D) SOFTWARE: WORD PERFECT 5.1 

CURRENT APPLICATION DAYfA: 

(A) APPLICATION NUMBER\ 

(B) FILING DATE: concurrently 

(C) CLASSIFICATION: 

ATTORNEY/AGENT INFORMATION : 

(A) NAME: FERRARO, GREGORY D. 

(B) REGISTRATION NUMBER: \ 36,134 

(C) REFERENCE /DOCKET NUMBER: 325800- 

TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 201-994-1700 

(B) -TELEFAX: 201-994-17^4 



(2) INFORMATION FOR SEQ ID NO:l: 



SEQUENCE CHARACTERISTICS 

(A) LENGTH: 1414 BASE PAIRS 

(B) TYPE: NUCLEIC ACIC 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 



MOLECULE TYPE: CDNA 
SEQUENCE DESCRIPTION: 



SEQ ID NO\l: 



GTGAGATGGT GCTTTCATGA ATTCCCCCAA CAAGAGCCAA GC&TCCATC TAGTGGACAG 60 
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GGAAGCTAGC AGCAAACj 
TTAATTCAAT GTAGACA1 
GCATTCATGG AGGGCAA( 



[CT 



CCCTTCACTA CGAAACTTCA 
ATGTAGGCAA TTAAAAACCT 
AATACATTCT AGGACTTTAT 



TGCACAGGGT GGAACAAG W«««QS 



ATC AAT TAT TAT ACA T«G 
He Asn Tyr Tyr Thr S 



GAG CCC TGC CCA AAA 
Glu Pro Cys Pro Lys 



ATC GCA GCC CGC CTC CT<S CCT CCG CTC TAC TCA 
lie Ala Ala Arg Leu Leu\ Pro Pro Leu Tyr Ser 

GGT TIT GTG GGC AAC ATg\cTG GTC ATC CTC ATC 
£y Phe Val Gly Asn Met W Val He Leu He 



AGG CTG GAG AGC ATG ACT 
Arg Leu Glu Ser Met Thr 



&C ATC TAC CTG CTC 
bp He Tyr Leu Leu 



GAC CTG TTT TTC CTT CTT A* GTC CCC TTC TGG 
Asp Leu Phe Phe Leu Leu Tht Val Pro Phe Trp 

GCC CAG TGG GAC TTT GGA AAn ACA ATG TGT CAA 
Ala Gin Trp Asp Phe Gly Asn\Thr Met Cys Leu 



TTGCTTGGCC CAAAAGAGAG 

ATTGATGTAT AAAACAGTTT 

AAAAGATCAC TTTTTATTTA 

AGT CCA ATC TAT GAC 
Ser Pro He Tyr Asp 

ATC AAT GTG AAG CAA 
He Asn Val Lys Gin 

CTG GTG TTC ATC TTT 
Leu Val Phe He Phe 

CTG ATA AAC TGC CAA 
Leu He Asn Cys Gin 

AAC CTG GCC ATC TCT 
Asn Leu Ala He Ser 

GCT CAC TAT GCT GCC 
Ala His Tyr Ala Ala 

CTC TTG ACA GGG CTC 
Leu Thr Gly Leu Tyr 



TAT TTT ATA GGC TTC TTC TCT 
Phe He Gly Phe Phe Ser Gly 



ATC TTC TTC 
Le Phe Phe He 



ATC GAT AGG TAC CTG GCT ATC G*C CAT GCT GTG 
He Asp Arg Tyr Leu Ala He vAl His Ala Val 

AGG ACG GTC ACC TTT GGG GTG GT& ACA AGT GTG 
Arg Thr VaL Thr Phe Gly Val Val^ Thr Ser Val 

GCT GTG TTT GCG TCT CTC CCA GGA W ATC TTT 
Ala Val Phe Ala Ser Leu Pro Gly tie He Phe 



CAT TTT 
His Phe 



GAA GGT CTT CAT TAC ACC TGC AGC T? 
Glu Gly Leu His Tyr Thr cys Ser S* 

CAA TTC TGG AAG AAT TTC CAG ACA TtA AAG ATA 
Gin Phe Trp Lys Asn Phe Gin Thr Leu\ Lys He 

GTC CTG CCG CTG CTT GTC ATG GTC ATcVrGC TAC 
Val Leu Pro *Leu Leu Val Met Val He tys Tyr 

&G AGG 
/s Arg 



ACT CTG CTT CGG TGT CGA AAT GAG AAG 
Thr Leu Leu Arg Cys Arg Asn Glu Lys 

CTT ATC TTC ACC ATC ATG ATT GTT TAT 
Leu He Phe Thr He Met He Val Tyr 

AAC ATT GTC CTT CTC CTG AAC ACC TTC CAd GAA 
Asn He Val Leu Leu Leu Asn Thr Phe GlnUUu 



PhV 



CTC 
Leu 



5CT 
Via 



AAT TGC AGT AGC TCT AAC AGG TTG GAC CAA 
Asn Cys Ser Ser Ser Asn Arg Leu Asp Gin 

ACT CTT GGG ATG ACG CAC TGC TGC ATC AAC CCC 
Thr Leu Gly Met Thr His Cys Cys He Asn Prio 



ATC ATC CTC CTG ACA 
He Gin Leu Leu Thr 

TTT GCT TTA AAA GCC 
Phe Ala Leu Lys Ala 

ATC ACT TGG GTG GTG 
He Thr Trp Val Val 

ACC AGA TCT CAA AAA 
Thr Arg Ser Gin Lys 

CCA TAC AGT CAG TAT 
Pro Tyr Ser Gin Tyr 

GTC ATC TTG GGG CTG 
Val He Leu Gly Leu 

TCG GGA ATC CTA AAA 
Ser Gly He Leu Lys 

CAC AGG GCT GTG AGG 
His Arg Ala Val Arg 

TTC TGG GCT CCC TAC 
Phe Trp Ala Pro Tyr 

TTC TTT GGC CTG AAT 
Phe Phe Gly Leu Asn 

ATG CAG GTG ACA GAG 
Met Gin Val Thr Glu 



ATC ATC TAT GCC TTT 
He He Tyr Ala Phe 



120 
180 
240 
291 

339 

387 

435 

483 

531 

579 

627 

675 

723 

771 

819 

867 

915 

963 

1011 

1059 

1107 

1155 
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1203 
1251 



ATA TCT GTG GGC TTG \gaCACGGAC TCAAGTGGGC TGGTGACCCA GTCAGAGTTG 1354 
He Ser Val Gly Leu 
TGCACATGGC TTAGTTTTCA VaCACAGCCT GGGCTGGGGG TGGGGTGGAA GAGGTCTTTT 1414 



(2) INFORMATION FOR SEQ ID NO: 2 

(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: AVlINO ACIDS 

(B) TYPE: AMINO ACID 

(C) STRANDEDNEsV 

(D) TOPOLOGY: BINEAR 

(ii) MOLECULE TYPB: PROTEIN 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 

Met Asp Tyr Gin Val Ser Ser Pro He Tyr Asp 

5 \ 10 

Thr Ser Glu Pro Cys Pro Ly\ He Asn Val Lys 

20 \ 25 

Arcf Leu Leu Pro Pro Leu TyrXSer Leu Val Phe 

35 \ 40 

Val Gly Asn Met Leu Val He leu He Leu He 

50 \ 55 

Leu Glu Ser Met Thr Asp He T*r Leu Leu Asn 

65 \ 70 

Asp Leu Phe Phe Leu Leu Thr Val Pro Phe Trp 

80 \ 85 

Ala Ala Gin Trp Asp Phe Gly AsnXThr Met Cys 

95 \ 100 

Leu Tyr Phe He Gly Phe Phe Ser (Sly He Phe 

110 \ 115 

Leu Leu Thr He Asp Arg Tyr Leu Ala He Val 

125 \ 130 

Ala Leu Lys Ala Arg Thr Val Thr Gly Val 

140 V 145 

He Thr Trp Val Val Ala Val Phe AlaXSer Lea 

155 \ 160 
Phe Thr Arg Ser Gin Lys Glu Gly Leu His Tyr 

170 V5 
His Phe Pro Tyr Ser Gin Tyr Gin Phe T\p Lys 

185 1 
Leu Lys He Val He Leu Gly Leu Val Le\ Pro 

200 20 



He Asn Tyr Tyr 
15 

Gin He Ala Ala 
30 

He Phe Gly Phe 
45 

Asn Cys Gin Arg 
60 

Leu Ala He Ser 
75 

Ala His Tyr Ala 
90 

Leu Leu Thr Gly 
105 

Phe He He Gin 
120 

His Ala Val Phe 
135 

Val Thr Ser Val 
150 

Pro Gly He He 
165 

Thr cys Ser Ser 
180 

Asn Phe Gin Thr 
195 

Leu Leu Val Met 
210 
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